The EI mass spectra were recorded on an AMD-402 two-sector mass spectrometer (AMD Intectra GmbH Co. Harpstedt, Germany) with an acceleration voltage of 8 kV, electron energy 70 eV, mass resolution 6000, and an ion source temperature of ∼150 °C. The samples were introduced using a direct insertion probe. The UV-Vis spectra were recorded in methanol by JASCO V-550 spectrophotometer at 200-600 nm range.
Synthesis of 7-deacetyl-10-alkylthiocolchicines 7-11
100 mg of 2, 3, 4, 5 and 6 was dissolved in 5 mL of methanol. To this solution 100-150 mL of 1M hydrochloric acid in MeOH was added, then reaction mixture was refluxed for 6-16h Figure S1 . Carbon atom numbering of Colchicine 1 and derivatives 2-11.
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7-deacetyl-10-methylthiocolchicine (7)
The title compound was prepared from 10-methylthiocolchicine 2 and methanolic solution of 
7-deacetyl-10-n-propylthiocolchicine (9)
The title compound was prepared from 10-n-propylthiocolchicine and methanolic solution of hydrochloric acid. 
7-deacetyl-10-i-propylthiocolchicine (10)
The title compound was prepared from 10-i-propylthiocolchicine and methanolic solution of 
7-deacetyl-10-n-buthylthiocolchicine (11)
The title compound was prepared from 10-n-buthylthiocolchicine and methanolic solution of 1.4. EI MS mass spectra for 7-deacetyl-10-alkylthiocolchicines 7-11 Figure S2 . EI MS mass spectra of 7-deacetyl-10-methylthiocolchicine 7 Figure S3 . EI MS mass spectra of 7-deacetyl-10-etylthiocolchicine 8 Figure S4 . EI MS mass spectra of 7-deacetyl-10-n-propylthiocolchicine 9 Differences between 4, 9 and 5, 10 derivatives with unbranched CH 3 CH 2 CH 2 S-and branched (CH 3 ) 2 CHS-propylthio chain were visualized in Fig. 5 .
DFT calculation
Information on geometry of the new compounds was obtained using quantum-chemical calculations. The calculations were carried out by the density functional theory method (DFT) at the B3LYP/6-311G level implemented in the Gaussian 03 program package. 2 
Molecular docking
The structures of all synthesized molecules were prepared using LigPrep v3.6 3 , and the appropriate ionization states at pH = 7.4 were assigned using Epik v3.4. 4 The crystal structures of human tubulin in complex with colchicine (PDB ID: 1SA0) 5 and the mitochondrial cytochrome bc1 enzyme complex (CYTBC1) with azoxystrobin (PDB ID: 1SQB) 6 were retrieved from Brookhaven Protein Data Bank. 7 The Protein Preparation Wizard 8 was used to assign the bond orders, check the steric clashes, and assign appropriate amino acid ionization states. The receptor grids were generated (the OPLS_2005 force field) by set up the grid box on the center of co-crystalized ligand. Automated docking of all synthetized compounds was performed by using Glide v6.9 9 at SP level with the flexible docking option turned on. The ligand-receptor complexes were visualized by means of the PyMOL Molecular Graphics System.
Sequence alignment and construction of fungal tubulin models
The sequences of fungal β-tubulins were obtained from the UniProtKB/Swiss-Prot A crystal structure of human β-tubulin (PDB ID: 1SA0, co-crystalized with colchicine) was used as the 3-dimensional template for the homology modeling. The multiple sequence alignment ( Figure S11 ) and identity matrix (Table S1 ) were obtained using Schrödinger Suit.
The homology models for all fungal β-tubulin were generated using Prime module in
S21
Schrödinger. Next, the models were energetically optimized using the steepest descent algorithm and OPLS3 force field using MacroModel. The minimization was completed when the RMS gradient convergence reached a 0.05 kJ/(Å•mol). 
Antimicrobial assay
The cultures were prepared by single-spore isolation technique on PDA (potato dextrose agar) slants and maintained by periodic transfer on the same medium for further experiments.
The fungal spores suspensions were obtained from two-week agar slants. Table S2 . The results of bioassay tests against microfungi for compounds 7-11 IPBC (3-Iodo-2-propynyl butyl carbamate) Antimicrobial Preventol ® MP100 from Lanxeş¸+ " -no visible growth under the microscope; ¸¸±" -growth of hyphae without spores; ¸¸-" -sporulation mycelium. 2 >4000 >4000 >4000 >4000 >4000 >4000 >4000 >4000 3 >4000 >4000 >4000 >4000 >4000 >4000 >4000 >4000 4 >4000 >4000 >4000 >4000 >4000 >4000 >4000 >4000 5 >4000 >4000 >4000 >4000 >4000 >4000 >4000 >4000 6 >4000 >4000 >4000 >4000 >4000 >4000 >4000 >4000 7 >4000 >4000 >4000 >4000 >4000 >4000 >4000 >4000 8 >4000 >4000 >4000 >4000 >4000 >4000 >4000 >4000 9 >4000 >4000 1000±0.0 [2.5•10 -10 ]
